to define the significance of gene-to-query term relationship, comparing the number of selected abstracts to what is observed in a simulation using a set of 10 4 randomly selected abstracts. The genes are then presented in a list sorted by false discovery rate (FDR, with a cutoff of FDR < 0.01 by default). The parameters used to query Génie are available in Table S4 . Because PubMed abstracts may contain predicted protein-disease associations, we excluded any abstract containing the words predicted or prediction to minimize the number of false positives. We also checked that we were not excluding abstracts labelling genes as predictors or mentioning genes with predictive value, which could have resulted in false negatives. To do so, we simply measured the overlap between the set of PubMed abstracts not containing the words predicted nor prediction with the set of abstracts containing any of those words plus the words predictive or predictor ( Table  S6 ). The overlap between searches shown in Table S4 and in Table S6 was zero in all cases, meaning that we were not excluding neither predictor genes nor genes with predictive value from our searches.
